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and any fees required therefor (including fees for net addition of claims) are hereby authorized 
to be charged to our Deposit Account No. 19-0036. 



Amendments 

In the Claims: 

Please amend the claims as follows: 



Please substitute the following claim 26 for currently pending claim 26: 



\ 



26 " (Four times amenae'^ a method for syntheimHglfaolIbTe^^ 
molecule comprising 

(a) mixing one or mork nucleic acid templates with a polypeptide having 
polymerase activity and one or)more primers comprising at least a first recombination 
site or portions thereof; 

(b) incubating said mixture unYler condi^pns sufficient to synthesize afirst nucleic 
acid molecule which is/complemen^y to all or a portion of said templates and which 
comprises said first recbmbinatipji-sfee^ thereof; and 

(c) incubating said fW nucleic a\id molecule in the presence of one or more 
primers comprising at leastY^eeBd^^in/tion site or portions thereof under 
conditions sufficient to synthesize a secorftf nucleic acid molecule complementary to 
all or a portion to said first nucleic acid molelule, thereby producing a double stranded 
nucleic acid molecule comprising at least saiAfirst and second recombination sites or 
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portions thereof, wherein 
comprises one or more mutal 
said first and second recombinal 
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ne of said first and second recombination sites 
nee recombination specificity, and wherein 
are not lox sites. 



Please substitute the following claim 90 for currently pending claim 90: 
90. (Once amended) The methon of claim 89, wherein said Int recognition sites are 



selected from the group consisting « 
portions thereof. 



ite, an attP site, an attL site, an attR site, and 



Please substitute the following claim 93 for currently pending claim 93: 



93. (Once amended) The\method of claim 26, wherein said first or second 

recognition sites of one or more transposons or 



V recombination sites comprise tran| 
transposable genetic elements 



Please substitute the followin & claim 96 for currently pending claim 96: 



96. (Once amended) Th< 



In2 integrons. 




of claim 95, wherein said integrons are 



Please enter the following new claims 100-102: 



<< 



6 



100. (New) A method fo\synthesizing a double stranded nucleic acid molecule 
comprising: 
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(a) \ mixing one or more nucleic acid templates with a polypeptide having 
polymerase activity and one or more primers comprising at least a first recombination 
site or portions thereof; 

(b) incubating said mixture under conditions sufficient to synthesize a first nucleic 
acid molecule which is complementary to all or a portion of said templates and which 
comprises said firsr\recombination site or portions thereof; and 

(c) incubating said first nucleic acid molecule in the presence of one or more 
primers comprising at least a second recombination site or portions thereof under 
conditions sufficient to synthesize a second nucleic acid molecule complementary to 
all or a portion to said first nucteic acid molecule, thereby producing a double stranded 
nucleic acid molecule comprising at least said first and second recombination sites or 
portions thereof, 

wherein at least one of said first and second recombination sites comprises one or more 
mutations that remove one or more stop codor^s from said recombination sites. 

101. (New) A method for synthesizing a^double stranded nucleic acid molecule 
comprising: 

(a) mixing one or more nucleic acid templates with a polypeptide having 
polymerase activity and one or more primers comprising at least a first recombination 
site or portions thereof; 
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(fy incubating said mixture under conditions sufficient to synthesize a first nucleic 
acid haolecule which is complementary to all or a portion of said templates and which 
comprises said first recombination site or portions thereof; and 
(c) incubating said first nucleic acid molecule in the presence of one or more 
primers comprising at least a second recombination site or portions thereof under 
conditions sufficient to synthesize a second nucleic acid molecule complementary to 
all or a portion to said first nucleic acid molecule, thereby producing a double stranded 
nucleic acid molecul^comprising at least said first and second recombination sites or 
portions thereof, 

wherein at least one of said firsK and second recombination sites comprises one or more 
mutations that avoids hairpin formation in said recombination sites. 



102. (New) A method for synthesizing a double stranded nucleic acid molecule 
comprising: 

(a) mixing one or more nucleic \acid templates with a polypeptide having 
polymerase activity and one or more primers comprising at least a first recombination 
site or portions thereof; 

(b) incubating said mixture under condition^ sufficient to synthesize a first nucleic 
acid molecule which is complementary to all or a portion of said templates and which 
comprises said first recombination site or portions thereof ; and 

(c) incubating said first nucleic acid molecule in rae presence of one or more 
primers comprising at least a second recombination site or portions thereof under 
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conditions sufficient to synthesize a second nucleic acid molecule complementary to 

all or a portion to saM first nucleic acid molecule, thereby producing a double stranded 
t nucleic acid molecule comprising at least said first and second recombination sites or 

portions thereof, 

wherein at least one of said first and secon^ecombination sites comprises at least one nucleic 
acid sequence selected from the group consisting of SEQ ID NOs: 1-16 or a DNA sequence 
complementary thereto. 



6?°' 




103. (New) The method of claim 100, wherein said recombination sites or portions 
thereof are located at or near one terminus of said double stranded nucleic acid molecule. 



104. (New) The method of claim 101, wherein said recombination sites or portions 
thereof are located at or near one terminus of said double stranded nucleic acid molecule. 



105. (New) The method of claim 102, wherein said recombination sites or portions 
thereof are located at or near one terminus of said double stranded nucleic acid molecule. 



106. (New) The method of claim 100, wherein said first or second recombination 
sites are selected from the group consisting of attB sites, attP sites, attL sites, attR sites, lox 
sites, and portions thereof. 
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107. (New) The method of claim 101, wherein said first or second recombination 
sites are selected from the group consisting of attB sites, attP sites, attL sites, attR sites, lox 
sites, and portions thereof. 

108. (New) The method of claim 102, wherein said first or second recombination 
sites are selected from the group consisting of attB sites, attP sites, attL sites, attR sites, lox 
sites, and portions thereof. 

109. (New) The method of claim 100, further comprising amplifying said first and 
second nucleic acid molecules. 

110. (New) The method of claim 101, further comprising amplifying said first and 
second nucleic acid molecules. 

111. (New) The method of claim 102, further comprising amplifying said first and 
second nucleic acid molecules. 

112. (New) The method of claim 100, wherein said recombination sites or portions 
thereof are located at or near one or both termini of said double stranded nucleic 
acid molecule. 
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113. (New) The method of claim 101, wherein said recombination sites or portions 
thereof are located at or near one or both termini of said double stranded nucleic 
acid molecule. 

1 14. (New) The method of claim 102, wherein said recombination sites or portions 
thereof are located at or near one or both termini of said double stranded nucleic 
acid molecule. 




115. (New) The method of claim 100, wherein said first and second recombination 
sites do not recombine with each other. 



116. (New) The method of claim 101, wherein said first and second recombination 
sites do not recombine with each other. 

117. (New) The method of claim 102, wherein said first and second recombination 
sites do not recombine with each other. 
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